Human Molecular Genetics 2013 22:07; pp. 1395 -1403; doi:10.1093/hmg/dds556 Upon reviewing the data in our paper, we noticed that the annotation from annovar have wrongly identified some of the SNPs as a stop-gain mutation. By using the latest version of KGGSeq (our latest in-house pipeline), we were able to identify them as a missense mutation. These results have been further confirmed by using the annovar from KCL. It is most likely that the database of annovar we used during our analysis was unable to account for opposite strand problem, and thus reported an increased amount of stop-gain/stoploss. With the use of the latest KGGSeq, we are able to have the correct annotation. Therefore, we would like to submit an amendment with "43 stop-gain" change to "38 stop-gain" on page 1386 and a revised Table 1 as shown below.
The following list summarizes those SNPs (see the revised Table 1 Nevertheless, those changes will not affect the main findings and conclusions of our study. We apologise for those mistakes.
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